. Sequence alignment of type 2 RIPs from M. domestica (Md2RIP) and P. communis (Pc2RIP), Ricin, Ebulin and SNA-I. "*" Means that the amino acids are identical in all sequences; ":" means conserved amino acid conversions, and "." semi-conserved amino acid substitutions. The N-terminal signal peptide and linker are shown in gray. Amino acid residues known to be important for the carbohydrate binding activity of ricin are shown in green; Residues reported to be critical for the binding to sialic acid in the Neu5Ac(α2-6)Gal/GalNAc sequence of 2-6-sialyllactose (according to [1] ) are indicated in blue. The amino acids known to be important for the catalytic activity of the N-glycosidase domain of ricin are highlighted in yellow. Cys residues involved in disulfide bridges are shown in red. Putative Nglycosylation sites are highlighted in pink. Basic residues for 6S-Gal binding [2] are highlighted in gray. Homologous subdomains (α, β, γ) are indicated by arrows. Table S3 . Geometric and thermodynamic qualities of the RIP models built by homology modeling (* since ANOLEA works with 3D structures, both the numbering of residues (*) and the number of residues (**), refer to the models built for type 1 and type 2 RIPs from Rosaceae). 
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